ter lysyl residues using endoproteinase Lys-C and the hydrolysate was fractionated in 2 steps by reverse-phase HPLC. Six oligopeptides were recovered and sequenced. They all displayed complete identity with regions of bovine serum albumin scattered in the two-third N-terminal part. However, in 2 of them, there was no complete identity with (Cooper, 1986) . Androgen-dependent, epididymal secretory proteins play a role in sperm maturation (Cuasnicu et al, 1984; Fournier-Delpech et al, 1985) . In the ram, one of these proteins, previously referred to as ovine prealbuminepididymis-specific protein (oPES) has been found on the plasma membrane covering the acrosomal cap of epididymal spermatozoa but not of testicular spermatozoa (Fournier-Delpech et al, 1985) . This paper reports a procedure for an efficient preparation of O PES and its partial characterization from amino acid sequence data. (Lowry et al, 1951 ) , each recovered fraction was divided in 300-wg aliquots and freeze-dried. The purity of each protein was assessed by SDS-PAGE, after 2-mercapto-ethanol reduction and 3 min boiling, in 15% acrylamide and silver staining (Morrissey, 1981 (Arakawa, 1985) . After (fig 2) . From SDS-PAGE, it displayed, and apparent MW of ca 60 kDa, lower than that of oSA (fig 3) . In both systems a single component was observed.
MATERIAL AND METHODS

Animals
Sequence data
From direct sequencing it appeared that O PES was probably N-terminally blocked since no PTH-amino acid was released on any Edman cycle. In order to generate a limited number of oligopeptides, native O PES was enzymatically digested. Indeed, most globular proteins undergo limited superficial proteolysis if they have not been previously denatured. Endoproteinase Lys-C, which cleaves peptide chains after lysyl residues, was employed. HPLC fractionation of the whole digest gave 6 main fractions, A-F (fig 4) . Fraction F did not contain enough material for further analysis. The 5 remaining fractions were purified by chromatography in another solvent system. Fraction C gave 2 pure peptides, C1 and C2, while the other 4 fractions gave each a single pure peptide. They were called A, B, D and E (fig 5 a, b, c, d ). In figure 5 the peaks with retention times below 10 min correspond to the injection, while those appearing between 10&horbar;15 min are artefactual (the corresponding fractions do not contain any peptide). The 6 peptides were sequenced. A search in data banks showed that they were identical to regions of bSA amino acid sequence (Brown and Shockley, 1982) and are released in accordance with the specificity of endoproteinase Lys-C (fig 6) . As usual when sequencing the C-terminus of peptides, apart from D, the last (peptides A, C1, C2 and E) or last 2 (peptide B) residue(s) could not be identified. The 6 peptides are located in region (numbering from the initiator Met) of bSA. They were also searched for in the recently published sequence of oSA, deduced from that of its C DNA, which is > 90% identical to that of bSA (Brown et al, 1989 (Brooks et al, 1986) .
